The Coccolithoviridae are a group of viruses which infect the marine coccolithophorid microalga Emiliania huxleyi. The Emiliania huxleyi viruses (known as EhVs) described herein have 160-to 180-nm diameter icosahedral structures, have genomes of approximately 400 kbp, and consist of more than 450 predicted coding sequences (CDSs). Here, we describe the genomic features of four newly sequenced coccolithoviruses (EhV-88, EhV-201, EhV-207, and EhV-208) together with their draft genome sequences and their annotations, highlighting the homology and heterogeneity of these genomes to the EhV-86 model reference genome.
T
he coccolithoviruses infect Emiliania huxleyi, a globally distributed bloom-forming marine microalga. The abundance of Emiliania huxleyi viruses (EhVs) in natural seawater can typically reach 10 7 ml Ϫ1 in bloom conditions and 10 8 to 10 9 ml Ϫ1 under laboratory culture (6) . Following the full sequencing of the model virus EhV-86 (isolated in 1999 from the English Channel) and the partial sequencing of EhV-163 (isolated from a Norwegian fjord the following year), we have recently undertaken to sequence the remaining English Channel isolates currently contained within the Plymouth Virus Collection (PVC) (1) . The draft genomes of EhV-84, EhV-203, and EhV-202 have been described previously (4, 5) . Here, we present the draft genomes of the remaining four coccolithoviruses in the PVC: EhV-88, EhV-201, EhV-207, and EhV-208.
EhV-88 was isolated from the English Channel (50°15=N/ 04°13=W) from a depth of 5 m in 1999, while EhV-201, EhV-207, and EhV-208 were isolated from the English Channel (49°56=N/ 04°19=W, 50°15=N/04°13=W, and 50°15=N/04°13=W, respectively) from a depth of 2 to 15 m in 2001 (1, 8) . Their icosahedral virion structure and morphology are similar to those of other coccolithoviruses and of phycodnaviruses in general (9) . Phylogenetic analysis of available major capsid protein (MCP) and DNA pol gene sequences indicates that the closest relatives to EhV-88 are EhV-84 and EhV-86 (4, 7), while EhV-201, EhV-207, and EhV-208 are closely related to EhV-203 (1, 8) .
Genome sequencing, finishing, and annotation were performed by the Broad Institute. The genomes were sequenced using the 454 FLX pyrosequencing technology platform (Roche/454, Branford, CT). Library construction and sequencing were performed as previously described (2) . General protocols for library construction can be found at http://www.broadinstitute.org /annotation/viral/Phage/Protocols.html. De novo genome assembly of resulting reads was performed using the Newbler v2. Nucleotide sequence accession numbers. The nucleotide sequence accession numbers for the draft genomes sequences have been deposited in GenBank under accession numbers JF974310, JF974311, JF974317, and JF974318.
